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 EMLCS L KQ   L            EA  L  K K  E     L  QR EVE MI  MA     T K  MKY EQQ DETK A E  RR RS M TM  IELL QS      E  RD                   Q    Q Q              Q         P         
 EMLCS L KQ   L            EA  L  K K  E     L  QR EVE MI  MA     T K  MKY EQQ DETK A E  RR RS M TM  IELL QS      E  RD                   Q    Q Q              Q         P         
 EMLCS L KQ   L            EA  L  K K  E     L  QR EVE MI  MA     T K  MKY EQQ DE K A E  RR RS M NM  IELL  S      E  RD                   Q  A Q R              R     R   P         
 EMLCS L KQ   L            EA  L  K K  E     L  QR EVE MI  MA     T K  MKF EQQ DETK A E  R  KS M TM  IELL QS      E  RD                   R    H Q    Q         Q         S         
 EMLCS L KQ   L            EA  L  K K  E     L  QR EVE MI  MA     T K  MKF EQ  DETK A E  HR K  M TM  IELL QS      E  RD                  RQ    Q R       C      Q         S         
 EMLCS L KQ   L            EA  L  K K  E     L  QR EVE MI  M      S K  MKF EQQ EDNR   E  RR RN L TM  IELL QS      E  RE T                 Q    SSK              R         P         
 EMLCS L KQ   L            EA  L  K K  E     L  QR EVE MI  MM     T K  MKY EQ  EDTK A E  RR RN L TV  IE L         E  RE                  EL    S K              R  T  HG  P         
 EMLCS L KQ   L            EA  L  K K  E     L  QR EVE MI  MM     T K  IKF D Q  ETK A D  RK RN L TM  IEVL QS      E  RD                 K QS   A K              S         S         
 EMLCS L KQ   L            EA  L  K K  E     L  QR EVE MI  M        R  M F ESQ  E   A E  KR R  M T   LDVV Q           D K     V     N     KN GQA K       V    Y S      G  S   A  T  

G GQ AVEQL  YC SLKKEY NLK                      K      E      V        AV  V      E   EARK S EV DKLRKDL SS S LQ V S LD  K    S                        A G  A       F  R    T Y    QA 
G GQ AVEQL  YC SLKKEY NLK                      K      E      V        AV  V      E   EAR  S EV DKLRKDL SS S LQ V S LD  K    S                       EA G  A       F  R    T Y    QA 
G GQ AVEQL  YC SLKKEY NLK                      K      E      V        AV  V      E   EARK S EL DKLKKDL SS S LQ V S LD  K    S                        A G  A       L  R    T C    QA 
G GQ AVEQL  YC SLKKEY NLK                      K      E      V        AV  I      E   EARK S EL DRLRKDL SS S L  V T LD  K    S                        A G  A       A  R   KT N    QA 
G GQ AVEQL  YC SLKKEY NLK                      K      E      V        AV  V      E   EARK T EL DRLKKDL SS S L  L T LD  K    S                        A G  A       V  R   KT N    QA 
G GQ AVEQL  YC SLKKEY NLK                      K      E      V        AV  V      E   EARK S EM EK KKEL    S LQ   S LE  K    A                        I S  T  Q    FFVN    KTV    KT 
G GQ AVEQL  YC SLKKEY NLK                      K      E      V        AI  I      E   E  K S D  EKLRKEL S    LQ     LE       A                     SW S N TI       F ANH   KTLL   KKV
G GQ AVEQL  YC SLKKEY NLK                      K      E               AI  V      E   EVRK S EM EKLRKEL SS   AQ A   L   R S  A                        S A  T       F  NH   K EL  TKV 
G GQ AVEQL  YC SLKKEY NLK                      K      E      V         I  I      D      K S EM EKLKREM SS S LQ A S     K    S     S              GSL S N  C       I  N    K T  TNRT 
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